Background. The population genetic structure of Plasmodium falciparum differs between endemic regions, but the characteristics of a population recently fragmented by effective malaria control have been unknown.
The protozoan parasite Plasmodium falciparum is the most important eukaryotic pathogen in humans, being responsible for ∼1 million deaths each year [1] . The parasite is haploid for most of its life cycle but reproduces sexually during a brief diploid stage, after which meiotic recombination occurs with a high crossover rate [2]. Globally, P. falciparum is known to exhibit a mosaic of population genetic characteristics, apparently correlated with local levels of endemicity and transmission intensity [3] . For example, levels of allelic diversity, parasite outcrossing, and gene flow are generally high in African populations, low in South American pop-
